Text S1. Additional information on the lab protocol for DNA extraction. Table S1 . Entire genomes belonging to haplogroup C1b. Haplogroup classification was performed according to Phylotree 16 (new haplogroups are represented in italics). Note that only coding region data are available for mitogenomes EF657584 and EF657282. Text S1.
The sample was processed using a QIAMP DNA Blood Maxi kit column (Qiagen, Hilden, Germany) with substantial protocol modifications to manufacturer's recommendations. A 5ml volume of ATL buffer and 150µl of Proteinase K were added, the tube was then vortexed for 20s and later incubated inside a thermoblock for 18hs at 56ºC under agitation. An orange color was observed immediately after adding the buffer. Once the established time for incubation with digestion buffer was reached, 5ml of AL buffer and 150µl of Proteinase K were added, vortexed for 20s and then incubated for one hour at 70ºC under agitation. The whole sample was dissolved after treating it with both buffers and a strongly colored brown digest was obtained. The sample was centrifuged for 15 minutes at 2000×g in order to separate the undissolved material that may have remained in the solution. The digest was transferred to a tube containing 10ml of absolute ethanol; strongly vortexed and finally, 10ml of the digest-ethanol mixture were passed through the silica column where they were centrifuged for 3min at 1850×g in a swing-out rotor. The flow through was discarded and the remaining 10ml of the digest-ethanol mixture were again passed through the column and centrifuged. After passing the digest through the column, a strong brown color was observed in the silica. A 5ml volume of AW1 buffer was added and the mixture was centrifuged for 1min at maximum speed (3200×g) in order to remove cell debris and inhibitors. The liquid that eluted from the column after this first wash was rather colored; for this reason, two more washes were performed with the same buffer. Later, 7.5ml of AW2 buffer were added and the tube was centrifuged for 20min at maximum speed.
In order to elute the DNA from the silica, 750µl of TE were added, incubated at room temperature for 5min and centrifuged for 2min at maximum speed. In order to increase the quantity of recovered DNA, a second elution round was performed but the centrifugation time was increased this time from 2 to 5min at maximum speed. The 1.5ml volume of DNA obtained was concentrated to approximately 150µl with a Vivacon 2-100MWCO ultra filtration device (Sartorius Stedim Biotech GmbH, Goettingen, Germany), and centrifuged for 4min at 2000×g to elute the greatest proportion of the DNA volume. One-minute centrifugation cycles at 2000×g were repeated until reaching the approximate desired volume. The sample took long to pass through Vivacon (12min). Once the desired volume was reached, the ultra filtration device was turned upside down and centrifuged for 2min at 3000×g so that the DNA was obtained in the smaller cap. Since the extract showed a light straw color, additional purifications were performed using Qiaquick columns (Qiagen) to remove possible PCR inhibitors such as Maillard products. 73 146 249d 263 290-291d 309+C 315+C 489 493 523-524d 750 1438 2706  3552A 4454 4715 4769 5628 6267 7028 7196A 8584 8634 8701 8860 8901 9540  9545 10398 10400 10873 11719 11914 12705 13263 14318 14766 14783 15043  15301 15326 15487T 16092 16223 16256 16298 16325 16327 Unpublised data JX669246 -Peru (Lima)  C1b   73 249d 263 290-291d 315+C 489 493 523-524d 750 1040 1438 2706 3552A 4715  4769 6267 7028 7196A 8584 8701 8860 9540 9545 10398 10400 10873 11410  11719 11914 12302 12705 13263 14318 14766 14783 15043 15301 15326 15487T  15758 16223 16298 16325 16327 Unpublised data JX669247 -Peru (Lima)  C1b   73 249d 263 290-291d 309+C 315+C 489 493 523-524d 750 1438 2706 3552A  4715 4769 7028 7196A 8584 8701 8860 9084 9540 9545 10398 10400 10873  10993 11431A 11719 11914 12705 13263 14318 14384 14766 14783 15043 15301  15326 15487T 15758 16129 16223 16298 16325 16327 
